Abstract -Estimates of sire design power for QTL mapping experiments obtained using three different methods of algebraic approximation were analysed by comparing them with the results of data simulations. Even when the binomial probability that any number of sires out of the total number of sires are jointly heterozygous at the marker and the QT loci was taken into consideration, the algebraic approximations overestimated powers. However, they could be used to rank designs differing in the number of sires if the total size of the experiment is given. The results were discussed, focusing on the assumptions made about the number of informative offspring, the balance between the two offspring sub-groups which receive the same marker allele from the sire and the distribution of the statistic. Given that a full algebraic approach would be computationally costly, data simulation can be considered a useful tool in estimating the power of QTL detection sire designs. &copy; Inra/Elsevier, Paris QTL/ power/ simulation/ protocol design Résumé -Calcul de la puissance de 
INTRODUCTION
The use of genetic markers to locate genes whose polymorphism partly explains the genetic variability of quantitative traits was proposed by Sax [3] and further detailed by Neimann-Sorensen and Robertson [2] 2) The approximation followed by van 
